Key indicators: single-crystal X-ray study; T = 100 K; mean (C-C) = 0.003 Å; R factor = 0.045; wR factor = 0.120; data-to-parameter ratio = 17.6.
The methylene C atom in the title compound, C 13 H 16 N 2 S, is connected to a five-membered thiazole ring and a mesityl substituent. The rings are aligned at 75.4 (1) . The amino substitutent interacts with the ring N atom of an adjacent molecule by an intermolecular N-HÁ Á ÁN hydrogen bond, generating a helical chain running along the b axis.
Related literature
For background to the synthetic procedure,: see: Yadigarov et al. (2010) . Table 1 Hydrogen-bond geometry (Å , ).
Experimental
Data collection: APEX2 (Bruker, 2005) ; cell refinement: SAINT (Bruker, 2005) ; data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: X-SEED (Barbour, 2001) ; software used to prepare material for publication: publCIF (Westrip, 2010) . vorskii rearrangement that furnishes a compound having two methylene groups between the aromatic system and the amido unit (Yadigarov et al., 2010) . The present study employs thiourea as the amine. One of its amino -NH 2 groups is involved in the formation of the thiazolyl ring in the resulting product (Scheme I, Fig. 1 ). The methylene carbon is connected to the five-membered thiazolyl ring and the six-membered mesityl group. The rings are aligned at 75.4 (1) °. The amino -NH 2 substitutent interacts with the ring N atom of an adjacent molecule by an N-H···N hydrogen bond generating a helical chain that runs along the b-axis of the monoclinic unit cell.
Experimental 1-Chloro-3-(2,4,6-trimethylphenyl)-propan-2-one (10 mmol) and thiourea (10 mmol) were stirred in water (100 ml) for an hour. A precipitate formed and this was collected and redissolved in hot ethanol. Slow evaporation of the solvent gave colorless crystals in 50% yield; m.p. 380-381 K.
Refinement
Carbon-bound H-atoms were placed in calculated positions [C-H 0.93 to 0.97 Å] and were included in the refinement in the riding model approximation, with U iso (H) set to 1.2-1.5 U eq (C).
The amino H-atoms were located in a difference Fourier map and were refined with a distance restraint of N-H 0.88±0.01 Å; their temperature factors were refined isotropically. Fig. 1 . Thermal ellipsoid plot (Barbour, 2001) (6) 0.0049 (6) −0.0077 (7) N2 0.0193 (7) 0.0246 (7) 0.0269 (7) −0.0006 (6) 0.0061 (5) −0.0005 (6) C1 0.0171 (7) 0.0248 (8) 0.0214 (7) 0.0014 (6) 0.0051 (6) 0.0038 (6) C2 0.0229 (8) 0.0246 (8) 0.0342 (9) 0.0014 (7) 0.0118 (7) −0.0012 (7) C3 0.0241 (8) 0.0230 (8) 0.0267 (8) 0.0000 (7) 0.0096 (6) 0.0010 (7) C4 0.0296 (9) 0.0303 (9) 0.0407 (10) −0.0038 (8) 0.0110 (8) −0.0094 (8) C5 0.0298 (9) 0.0229 (8) 0.0295 (9) −0.0032 (7) 0.0072 (7) −0.0051 (7) C6 0.0343 (9) 0.0249 (9) 0.0255 (9) −0.0034 (7) 0.0031 (7) −0.0002 (7) (2) 163 (2) Symmetry codes: (i) x+1/2, −y+1/2, z+1/2. supplementary materials sup-5 Fig. 1 
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